Cytomegalovirus glycoprotein B genotype does not correlate with outcomes in liver transplant patients.
Based on sequence variation in the UL55 gene that encodes glycoprotein B (gB), human cytomegalovirus (CMV) can be classified into four gB genotypes. Previous studies have suggested there could be an association between CMV gB genotype and clinical outcome in transplant patients. The goal of this study was to determine the distribution of gB genotypes in a cohort of liver transplant recipients with CMV infection and the effect of gB type on clinical outcomes including CMV disease and rejection. DNA was extracted directly from the blood of 58 liver transplant recipients with CMV infection. The gB genotype of CMV was determined using the polymerase chain reaction to amplify a region of UL55, followed by restriction analysis based on HinfI and RsaI digestion. Results were correlated with CMV viral load, symptomatic disease, and development of acute rejection. The distribution of CMV gB genotypes was: gB1, 15/58 (25.9%); gB2, 16/58 (27.6%); gB3, 21/58 (36.2%); gB4, 2/58 (3.4%) and four patients (6.9%) had mixed infection. No correlation between CMV genotype and peak CMV viral load was observed. Symptomatic CMV disease developed in 25/58 (43.1%) patients and 26/58 (44.8%) had acute rejection. The rate of CMV disease and acute graft rejection in patients infected with the different CMV gB genotypes was not significantly different. However, all four patients with infection with a mixture of CMV gB genotypes developed progression to CMV disease (P=0.030). The gB genotype did not correlate with peak CMV viral load and with the development of CMV disease or acute rejection following liver transplantation.